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Supplementary Fig 1. (a) Transition mutation frequencies for the analysis of Dengue 1 with mean and 
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 2. (a) Transition mutation frequencies for the analysis of Dengue 2 with mean and 
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 3. (a) Transition mutation frequencies for the analysis of Dengue 3 with mean and 
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 4. (a) Transition mutation frequencies for the analysis of Dengue 4 with mean and 
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 



HCV1 A 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

A B 

Supplementary Fig 5. (a) Transition mutation frequencies for the analysis of HCV 1 A with mean and 
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 6. (a) Transition mutation frequencies for the analysis of HCV 1 B with mean and 
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 7. (a) Transition mutation frequencies for the analysis of HIV Pol with mean and 
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 8. (a) Transition mutation frequencies for the analysis of Human Parainfluenza 1 HN 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the 
P-value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 9. (a) Transition mutation frequencies for the analysis of Human Parainfluenza 3 HN 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the 
P-value cell represents the significance level; darker the shade, the more significant the results. 



Human Parainfluenza 1 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

A B 

Supplementary Fig 10. (a) Transition mutation frequencies for the analysis of Human Parainfluenza 1 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the 
P-value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 11. (a) Transition mutation frequencies for the analysis of Human Parainfluenza 3 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the 
P-value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 12. (a) Transition mutation frequencies for the analysis of Influenza A HA H1N1 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value 
cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 13. (a) Transition mutation frequencies for the analysis of Influenza A HA H3N2 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value 
cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 14. (a) Transition mutation frequencies for the analysis of Influenza A NA H1N1 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value 
cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 15. (a) Transition mutation frequencies for the analysis of Influenza A NA H3N2 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value 
cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 16. (a) Transition mutation frequencies for the analysis of Influenza B HA with mean 
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 17. (a) Transition mutation frequencies for the analysis of Influenza B NA with mean 
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 18. (a) Transition mutation frequencies for the analysis of Entero A VP1 Eva71 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 19. (a) Transition mutation frequencies for the analysis of Entero A VP2 Eva71 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value 
cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 20. (a) Transition mutation frequencies for the analysis of Entero B VP1 Echovirus30 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the 
P-value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 21. (a) Transition mutation frequencies for the analysis of Entero B VP2 Echovirus30 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the 
P-value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 22. (a) Transition mutation frequencies for the analysis of Entero C VP1 Polio2 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value 
cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 23. (a) Transition mutation frequencies for the analysis of Entero C VP2 Polio2 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value 
cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 24. (a) Transition mutation frequencies for the analysis of Entero D68 VP1 with mean 
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 25. (a) Transition mutation frequencies for the analysis of Human Respiratory 
Syncytial with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue 
in the P-value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 26. (a) Transition mutation frequencies for the analysis of Measles HH with mean 
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 27. (a) Transition mutation frequencies for the analysis of Rhino B with mean 
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value 
cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 28. (a) Transition mutation frequencies for the analysis of Rhino C with mean and 
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 29. (a) Transition mutation frequencies for the analysis of Rota A VP6 with mean and 
standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell represents 
the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 30. (a) Transition mutation frequencies for the analysis of BK Polyoma VP1 with mean 
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value cell 
represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 31. (a) Transition mutation frequencies for the analysis of Human Boca VP1 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue 
in the P-value cell represents the significance level; darker the shade, the more significant the 
results. 
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Supplementary Fig 32. (a) Transition mutation frequencies for the analysis of HBV A Polymerase with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 33. (a) Transition mutation frequencies for the analysis of HBV A S with mean 
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-value 
cell represents the significance level; darker the shade, the more significant the results. 



HBV B Polymerase 

 

 

 

 

 

 

 

 

 

 

 

 

 

  

 

 

 

 

 

 

 

 

 

 

 

A B 

Supplementary Fig 34. (a) Transition mutation frequencies for the analysis of HBV A Polymerase with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 35. (a) Transition mutation frequencies for the analysis of HBV B PreC-Core with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 36. (a) Transition mutation frequencies for the analysis of HBV C Polymerase with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 37. (a) Transition mutation frequencies for the analysis of HBV C PreC-Core with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 38. (a) Transition mutation frequencies for the analysis of HBV C S with mean 
and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 39. (a) Transition mutation frequencies for the analysis of Herpes 2 Glycoprotein G 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the 
P-value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 40. (a) Transition mutation frequencies for the analysis of Human Papilloma 16 L1 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the 
P-value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 41. (a) Transition mutation frequencies for the analysis of Parvo B19 NS1 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig 42. (a) Transition mutation frequencies for the analysis of Parvo B19 VP1 with 
mean and standard error (black line). (b) Wilcoxon test results, where the shade of the blue in the P-
value cell represents the significance level; darker the shade, the more significant the results. 
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Supplementary Fig. 43 (a) Transition mutation frequencies for the ancestral analysis of 
Dengue 1 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 44 (a) Transition mutation frequencies for the ancestral analysis of 
Dengue 2 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 45 (a) Transition mutation frequencies for the ancestral analysis of 
Dengue 3 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 46 (a) Transition mutation frequencies for the ancestral analysis of 
Dengue 4 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 47 (a) Transition mutation frequencies for the ancestral analysis of HCV 1 
A with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the 
blue in the P-value cell represents the significance level; darker the shade, the more significant 
the results. (c) Midpoint rooted tree from a sample size of 200. 
   



Ancestral HCV 1 B 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

HCV 1 B
Mutation Type Comparison P−Value

A−>G

T−>C

Syn: CpG v NonCpG

NonSyn: CpG v NonCpG

Syn v NonSyn

Syn: CpG v NonCpG

NonSyn: CpG v NonCpG

Syn v NonSyn

< 0.01

0.841

< 0.01

< 0.01

< 0.01

< 0.01

A B
 

C
 

Supplementary Fig. 48(a) Transition mutation frequencies for the ancestral analysis of HCV 1 B 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the 
blue in the P-value cell represents the significance level; darker the shade, the more significant 
the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 49 (a) Transition mutation frequencies for the ancestral analysis of HIV Pol 
gene with mean and standard error (black line). (b) Wilcoxon test results, where the shade of 
the blue in the P-value cell represents the significance level; darker the shade, the more 
significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 50 (a) Transition mutation frequencies for the ancestral analysis of Human 
Parainfluenza 1 HN with mean and standard error (black line). (b) Wilcoxon test results, where 
the shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 51  (a) Transition mutation frequencies for the ancestral analysis of 
Human Parainfluenza 3 HN with mean and standard error (black line). (b) Wilcoxon test 
results, where the shade of the blue in the P-value cell represents the significance level; darker 
the shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 52 (a) Transition mutation frequencies for the ancestral analysis of Human 
Parainfluenza 1 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
   



Ancestral Human Parainfluenza 3 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 

Human Parainfluenza 3
Mutation Type Comparison P−Value

A−>G

T−>C

Syn: CpG v NonCpG

NonSyn: CpG v NonCpG

Syn v NonSyn

Syn: CpG v NonCpG

NonSyn: CpG v NonCpG

Syn v NonSyn

< 0.01

< 0.01

< 0.01

< 0.01

< 0.01

< 0.01

A B
 

C
 

Supplementary Fig. 53 (a) Transition mutation frequencies for the ancestral analysis of Human 
Parainfluenza 3 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 54 (a) Transition mutation frequencies for the ancestral analysis of 
Influenza A HA H1N1 with mean and standard error (black line). (b) Wilcoxon test results, 
where the shade of the blue in the P-value cell represents the significance level; darker the 
shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 55 (a) Transition mutation frequencies for the ancestral analysis of 
Influenza A HA H3N2 with mean and standard error (black line). (b) Wilcoxon test results, 
where the shade of the blue in the P-value cell represents the significance level; darker the 
shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 56 (a) Transition mutation frequencies for the ancestral analysis of 
Influenza A NA H1N1 with mean and standard error (black line). (b) Wilcoxon test results, 
where the shade of the blue in the P-value cell represents the significance level; darker the 
shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 57 (a) Transition mutation frequencies for the ancestral analysis of 
Influenza A NA H3N2 with mean and standard error (black line). (b) Wilcoxon test results, 
where the shade of the blue in the P-value cell represents the significance level; darker the 
shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 58 (a) Transition mutation frequencies for the ancestral analysis of 
Influenza B HA with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 59 (a) Transition mutation frequencies for the ancestral analysis of 
Influenza B NA with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 60 (a) Transition mutation frequencies for the ancestral analysis of Entero 
A VP1 EVA71 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 61 (a) Transition mutation frequencies for the ancestral analysis of Entero 
A VP2 EVA71 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 62 (a) Transition mutation frequencies for the ancestral analysis of Entero 
B VP1 Echovirus30 with mean and standard error (black line). (b) Wilcoxon test results, where 
the shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 63 (a) Transition mutation frequencies for the ancestral analysis of Entero 
B VP2 Echovirus30 with mean and standard error (black line). (b) Wilcoxon test results, where 
the shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
   



Ancestral Entero C VP1 Polio2 
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Supplementary Fig. 64 (a) Transition mutation frequencies for the ancestral analysis of Entero 
C VP1 Polio2 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 65 (a) Transition mutation frequencies for the ancestral analysis of Entero 
C VP2 Polio2 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
   



Ancestral Entero D68 VP1 
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Supplementary Fig. 66 (a) Transition mutation frequencies for the ancestral analysis of Entero 
D68 VP1 with mean and standard error (black line). (b) Wilcoxon test results, where the shade 
of the blue in the P-value cell represents the significance level; darker the shade, the more 
significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 67 (a) Transition mutation frequencies for the ancestral analysis of Human 
Respiratory Syncytial with mean and standard error (black line). (b) Wilcoxon test results, 
where the shade of the blue in the P-value cell represents the significance level; darker the 
shade, the more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 68 (a) Transition mutation frequencies for the ancestral analysis of 
Measles HH with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 69 (a) Transition mutation frequencies for the ancestral analysis of Rhino 
B with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the 
blue in the P-value cell represents the significance level; darker the shade, the more significant 
the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 70 (a) Transition mutation frequencies for the ancestral analysis of Rhino 
C with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the 
blue in the P-value cell represents the significance level; darker the shade, the more significant 
the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 71 (a) Transition mutation frequencies for the ancestral analysis of Rota A 
VP6 with mean and standard error (black line). (b) Wilcoxon test results, where the shade of 
the blue in the P-value cell represents the significance level; darker the shade, the more 
significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 72 (a) Transition mutation frequencies for the ancestral analysis of Bk 
Polymerase with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 73 (a) Transition mutation frequencies for the ancestral analysis of Human 
Boca 1 VP1 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 74 (a) Transition mutation frequencies for the ancestral analysis of HBV A 
Polymerase with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 75 (a) Transition mutation frequencies for the ancestral analysis of HBV A 
S with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the 
blue in the P-value cell represents the significance level; darker the shade, the more significant 
the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 76 (a) Transition mutation frequencies for the ancestral analysis of HBV  B 
Polymerase with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 77 (a) Transition mutation frequencies for the ancestral analysis of HBV  B 
PreC-Core with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 78 (a) Transition mutation frequencies for the ancestral analysis of HBV  C 
Polymerase with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 79 (a) Transition mutation frequencies for the ancestral analysis of HBV  C 
PreC-Core with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 80(a) Transition mutation frequencies for the ancestral analysis of HBV C S 
with mean and standard error (black line). (b) Wilcoxon test results, where the shade of the 
blue in the P-value cell represents the significance level; darker the shade, the more significant 
the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 81 (a) Transition mutation frequencies for the ancestral analysis of Herpes 
2 Glycoprotein G with mean and standard error (black line). (b) Wilcoxon test results, where 
the shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 82 (a) Transition mutation frequencies for the ancestral analysis of Human 
Papilloma 16 L1 with mean and standard error (black line). (b) Wilcoxon test results, where the 
shade of the blue in the P-value cell represents the significance level; darker the shade, the 
more significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 83 (a) Transition mutation frequencies for the ancestral analysis of Parvo 
B19 NS1 with mean and standard error (black line). (b) Wilcoxon test results, where the shade 
of the blue in the P-value cell represents the significance level; darker the shade, the more 
significant the results. (c) Midpoint rooted tree from a sample size of 200. 
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Supplementary Fig. 84 (a) Transition mutation frequencies for the ancestral analysis of Parvo 
B19 VP1 with mean and standard error (black line). (b) Wilcoxon test results, where the shade 
of the blue in the P-value cell represents the significance level; darker the shade, the more 
significant the results. (c) Midpoint rooted tree from a sample size of 200. 
   


